Lapatinib, a dual inhibitor of epidermal growth factor receptor (EGFR) and human epidermal growth factor receptor 2 (HER2) tyrosine kinases, has shown promising results as a growth inhibitor of HER2-positive cancer cells in vitro. However, similar to other EGFR-targeting drugs, acquired resistance to lapatinib by HER2-positive cancer cells remains a major clinical challenge. To elucidate resistance mechanisms to EGFR/HER2-targeting agents, we performed a systematic quantitative comparison of the phosphoproteome of lapatinib-resistant (LR) human gastric cancer cells (SNU216-LR) versus parental cells (SNU216) using a titanium dioxide (TiO 2 ) phosphopeptide enrichment method and analysis with a Q-Exactive hybrid quadrupole-Orbitrap mass spectrometer. Biological network analysis of differentially expressed phosphoproteins revealed apparent constitutive activation of the MET-axis phosphatidylinositide 3-kinase (PI3K)/a-serine/threonine-protein kinase (AKT) and mitogen-activated protein kinase (MAPK)/extracellular signal-regulated kinase (ERK) signaling pathways in SNU216-LR. Inhibition of the PI3K/AKT and MAPK/ERK signaling pathways in SNU216-LR also leads to cell cycle arrest, confirming the biological network analysis. Lapatinib sensitivity was restored when cells were treated with several molecular targeting agents in combination with lapatinib. Thus, by integrating phosphoproteomic data, protein networks and effects of signaling pathway modulation on cell proliferation, we found that SNU216-LR maintains constitutive activation of the PI3K/AKT and MAPK/ERK pathways in a MET-dependent manner. These findings suggest that pathway activation is a key compensatory intracellular phospho-signaling event that may govern gastric cancer cell resistance to drug treatment.
INTRODUCTION
Human epidermal growth factor receptor 2 (HER2) is one of the receptor tyrosine kinases activated through dimerization with members of the epidermal growth factor receptor (EGFR) family. 1 Overexpression of HER2 leads to tumor progression via intracellular signal transduction cascades 2 and is observed in B20 À30% of high-risk breast cancer cases, 3, 4 as well as in 6 À35% of invasive gastric cancers. 5 Lapatinib inhibits the proliferation of cancer cells overexpressing EGFR and/or HER2 both in vitro and in vivo, and it was approved by the United States Food and Drug Administration as a treatment for advanced HER2-positive breast cancer in 2007. [6] [7] [8] The antitumor activity of lapatinib has also been examined in gastric cancer cells. 9, 10 A phase III clinical trial comparing the effect of chemotherapy alone versus in combination with lapatinib in HER2-positive gastric cancer patients is currently on-going. 11 However, acquired resistance to lapatinib has been and remains a limitation to its therapeutic use in the clinic because of a poor understanding of the underlying mechanisms.
One possible mechanism driving therapeutic resistance is the compensatory activation of an alternate receptor tyrosine kinase that would restore the downstream signaling pathways. 12, 13 Many functional studies of cancers coexpressing hepatocyte growth factor receptor (MET) and EGFR have suggested that compensatory activation of MET in the presence of EGFR blockade may be responsible for EGFR tyrosine kinase inhibitor (TKI)-acquired resistance. For example, Engelman et al. 14 detected MET amplification in patients with non-small-cell lung cancer who developed clinical resistance to the EGFR inhibitors gefitinib or erlotinib. 14 Yano et al. 15 also found that hepatocyte growth factor-mediated MET activation is a novel mechanism of gefitinib resistance in lung adenocarcinomas containing EGFR-activating mutations. These studies imply that the functional cross-talk between MET and the EGFR family of receptor tyrosine kinases plays an important role in the adaptive cellular response that may contribute to drug resistance. More recently, the activation of MET has been shown to confer resistance to lapatinib inhibition in HER2positive gastric cancer cells. 16 To identify the affected global cellular processes compensating for the selective pressure of lapatinib on EGFR/HER2, we performed a large-scale quantitative phosphoproteome analysis of lapatinib-resistant (LR) human gastric cancer cells generated from HER2-amplified gastric cancer cells during prolonged lapatinib treatment. By integrating differentially expressed phosphoproteins into the biological network analysis tools, we found that constitutive activation of the phosphatidylinositide 3-kinase (PI3K)/a-serine/threonine-protein kinase (AKT) and mitogen-activated protein kinase (MAPK)/extracellular signal-regulated kinase (ERK) signaling pathways induced by the MET axis may be a critical pathway conferring acquired lapatinib resistance. The phosphoproteomic results were confirmed by cell growth inhibition studies with a single or several molecular targeting agents in combination with lapatinib. These findings provide novel insights into adaptive changes in phospho-signaling networks that occur during the development of lapatinib resistance in human HER2-positive gastric cancer cells. Our data also demonstrate that networkbased global phosphoproteomic analysis is a reliable approach for predicting cellular signaling events, which in turn can lead to the identification of alternative targeting strategies for LR gastric cancer.
MATERIALS AND METHODS

Cell lines and reagents
Human gastric carcinoma SNU216 cells were obtained from the Seoul National University Cell Bank (Seoul, Korea). Cells were cultured in RPMI-1640 medium containing 10% (v/v) fetal bovine serum (Gibco, Carlsbad, CA, USA) at 37 1C under 5% CO 2 . Lapatinib was a gift from GlaxoSmithKline (Research Triangle Park, NC, USA). NVP-BEZ235, selumetinib, saracatinib and crizotinib were purchased from Selleck Chemicals (Houston, TX, USA). Stock solutions were prepared in dimethyl sulfoxide and stored at À20 1C. Ammonium bicarbonate, dithiothreitol (DTT), formic acid (FA) and trifluoroacetic acid (TFA) were purchased from Sigma-Aldrich (St Louis, MO, USA). The HPLC-grade acetonitrile (ACN) and water were from JT Baker (Phillipsburg, NJ, USA). Lyophilized trypsins were obtained from Promega (Madison, WI, USA).
Generation of LR clones from SNU216 cells in vitro
SNU216 cells were exposed to increasing concentrations of lapatinib over a period of 8 months, reaching a final concentration of 10 mM at the end of this period. Single-cell cloning was done by serial dilution or isolation with cloning cylinders, and isolated resistant cells were expanded in culture medium containing 1 mM lapatinib.
Cell growth inhibition assay
The viability of cells was assessed using MTT assays (Sigma-Aldrich). A total of 3 Â 10 3 cells were seeded in 96-well plates, incubated at 37 1C for 24 h for recovery and treated for 72 h with specific drugs as indicated. After treatment, MTT solution was added to each well followed by incubation for 4 h at 37 1C. The medium was removed, dimethyl sulfoxide was added and the samples were mixed thoroughly for 30 min at room temperature. Cell viability was determined by measuring absorbance at 540 nm using a VersaMax microplate reader (Molecular Devices, Sunnyvale, CA, USA).
Immunoblot analysis
Antibodies against p-EGFR (pY1068), p-HER2 (pY1221/1222), p-MET (pY1234/1235), p-AKT (pS473), p-MAPK (pY202/pY204), p-SRC (pY416), p-RAF (pS338), EGFR, HER2, MET, AKT, MAPK, SRC (proto-oncogene tyrosine-protein kinase Src) and RAF were purchased from Cell Signaling Technology (Beverley, MA, USA). Antibodies directed against b-catenin, cyclin D and p27 were obtained from Santa Cruz Biotechnology (Santa Cruz, CA, USA). Subconfluent cells (70 À80%) were used for protein analyses. For the analysis of signaling after drug treatments, cells were treated with different concentrations of the indicated drugs for 48 h. Cell lysates were prepared with RIPA buffer, consisting of 50 mM Tris-HCl (pH 7.5), 1% (v/v) NP-40, 0.1% (w/v) sodium deoxycholate, 150 mM NaCl, 50 mM NaF, 1 mM sodium pyrophosphate, 1 mM sodium vanadate, 1 mM nitrophenylphosphate, 1 mM benzamidine, 0.1 mM PMSF, 0.1 mM aprotinin, 0.1 mM leupeptin and 0.1 mM pepstatin A, on ice for 10 min, after which the lysates were centrifuged at 14 000 Â g for 20 min. Samples containing equal amounts of protein were resolved by sodium dodecyl sulfate-polyacrylamide gel electrophoresis (SDS-PAGE) followed by transfer of the proteins onto nitrocellulose membranes. The membranes were blocked for 1 h at room temperature with 5% (w/v) skim milk and incubated overnight at 4 1C with primary antibody. After probing with secondary antibody for 1 h at room temperature, detection was performed using an enhanced chemiluminescence system (Amersham Pharmacia Biotech, Piscataway, NJ, USA).
Cell cycle analysis
Cells were washed twice in phosphate-buffered saline, fixed in 70% (v/v) ethanol and stored at À20 1C until analysis was performed. Before analysis, thawed cell suspensions were washed with phosphatebuffered saline, digested with RNase A (50 mg ml À1 ) for 15 min at 37 1C and stained with propidium iodide (50 mg ml À1 ). The DNA content (10 000 cells per experimental group) was determined using a FACSCalibur flow cytometer (Becton Dickinson Biosciences, San Jose, 
Phosphopeptide enrichment by TiO 2 affinity column chromatography
Phosphopeptides were enriched using the TitanspherePhospho-TiO Kit (GL Sciences, Tokyo, Japan) following the manufacturer's protocol. Briefly, the titanium dioxide (TiO 2 ) affinity column was conditioned with 20 ml of Buffer A (0.4% w/v TFA in 80% v/v ACN) by centrifuging twice at 3000 Â g for 2 min and equilibrated with Buffer B (25% w/v lactic acid and 0.3% w/v TFA in 60% v/v ACN) by again centrifuging twice as before. The extracted peptides, which had been resuspended in 150 ml Buffer B, were loaded onto the column. For sample adsorption, the column was first centrifuged at 1000 Â g for 10 min, and the flow-through was loaded onto the column and centrifuged again. The column was washed three times with 20 ml Buffer B by centrifugation at 3000 Â g for 2 min, followed by washing with 20 ml Buffer A by centrifugation under the same conditions. Phosphorylated peptides were eluted twice with 50 ml 5% (v/v) NH 4 OH and 50 ml 30% ACN by centrifugation at 1000 Â g for 5 min. The eluate was evaporated in a Centrivap concentrator and stored at À20 1C until liquid chromatography-tandem mass spectrometry (LC-MS/MS) analysis.
Mass spectrometric analysis
Peptides were reconstituted in 2% (v/v) ACN in 0.4% (v/v) FA and separated on an in-house packed micro-capillary Michrom Magic C 18 column (75 mm inner diameter, 12 cm length) by elution with a linear gradient of 2 À32% Solvent B (0.1% v/v FA in ACN) in Solvent A (0.1% v/v FA in water) for 65 min at a flow rate of 300 nl min À1 .
Samples were analyzed in triplicate on a Q-Exactive (Thermo Fisher Scientific, San Jose, CA, USA) hybrid quadrupole-Orbitrap mass spectrometry (MS), interfaced with a nano-ultra performance liquid chromatography system (Easy nLC, Thermo Fisher Scientific). The spray voltage was set to 2.0 kV, and the temperature of the heated capillary was set to 250 1C. The Q-Exactive was operated in datadependent mode with one survey MS scan followed by 10 MS/MS scans and a dynamic exclusion time of 60 s. The full scans were acquired in the mass analyzer at 400 À1600 m/z with the resolution of 70 000, and the MS/MS scans were obtained with a resolution of 17 500 by using a normalized collision energy of 27% for high-energy collisional dissociation fragmentation. The automatic gain control target was 5e, 4 the maximum injection time was 120 ms and the isolation window was set to 3 m/z.
Database search and identification of the phosphoproteome
Collected raw files were converted into mzXML files through the Trans Proteomic Pipeline (version 4.5; Seattle Proteomic Center, Seattle, WA, USA). The peptides were assigned by the SEQUEST algorithm (Thermo Fisher Scientific, version 27, rev. 11) against the decoy IPI.HUMAN database (v.3.18, 120180 entries), and the false discovery rate (FDR) was estimated by Sorcerer (Sage-N Research, Milpitas, CA, USA). All searches were carried out based on trypsin specificity, allowing two missed cleavages. Carbamidomethylation of cysteine was set as fixed, and oxidation of methionine, phosphorylation of serine, threonine and tyrosine were set as variable modifications. The search considered a precursor ion mass tolerance of 10 p.p.m., and the fragment ion mass tolerance was set to 1.0 Da Scaffold (version 3.4.9; Proteome Software, Portland, OR) was used to compare spectral counts, validate MS/MS-based peptides and identify matching proteins according to the criteria of 99% minimum protein probability by the Protein Prophet algorithm, 18 with 80% minimum peptide probability and one minimum peptide (FDR o0.5%) as specified by the Peptide Prophet algorithm. 19 Proteins that contained redundant peptides and multiple isoforms, which could not be differentiated based on MS/MS spectra, were grouped into a primarily assigned protein. Scaffold PTM (version 1.1.3; Proteome Software) was used to annotate Post-Translational Modification (PTM) sites derived from MS/MS sequencing results. The Scaffold PTM assigned possible phosphorylation sites from the Scaffold validated tandem data using the Ascore algorithm developed by Beausoleil et al. 20 
Quantification and bioinformatic analysis of phosphoproteins
To quantify phosphoproteins, we used spectral counts of phosphopeptides from triplicate samples of SNU216 and SNU216-LR. The data set was entered into the R program (version 2.15) with power law global error model (PLGEM, version 1.28), a statistical analysis software package (www.bioconductor.org) used to determine signalto-noise ratio and P-value. 21 Based on PLGEM, the annotation of protein cellular localization and evaluation of biological function was performed after uploading the signal-to-noise ratio and P-value to the Ingenuity Pathway Analysis (IPA; Ingenuity Systems; Redwood City, CA, USA) database content version 14197757. Hence, the phosphopeptides of the identified proteins, including those in proteins of the MET-mediated MAPK/ERK and PI3K/AKT signaling pathways, were manually quantified by the XCalibur program (Thermo Fisher Scientific). The quantification of precursor ion for the first isotopes of each ion was performed using the area of the peptides present in the raw data set across all samples in extracted ion chromatograms.
RESULTS
Identification of phosphoproteins in SNU216 and SNU216-LR cells
To investigate possible mechanisms responsible for acquiring resistance to HER2-targeted therapy in gastric cancer, we established a LR cell line (SNU216-LR) by chronically exposing HER2-positive SNU216 cells (lapatinib-hypersensitive gastric cancer cells) to increasing concentrations of lapatinib in vitro for 8 months. A LR cell clone (SNU216-LR) was selected and characterized. The half-maximal inhibitory concentration value in SNU216-LR cells was 410 mM, which is 500-fold higher than that of parental cells (0.02 mM).
Next, we performed a large-scale quantitative phosphoproteome analysis to identify differentially phosphorylated proteins (DPPs) between SNU216-LR and SNU216 cells. A total of 6556 unique phosphopeptides representing 1686 phosphoproteins was identified with high confidence by MS analysis of the TiO 2 -enriched phosphopeptides (protein: probability 499% and FDR o1.5%; peptide: probability 480% and FDR o0.5%), and 97.7% of proteins overlapped between SNU216 and SNU216-LR cell lines (Supplementary Figure 1A and Supplementary Tables 1 and 2 ). We then determined the phosphorylation sites of all identified phosphopeptides using Ascore and localization probability by Scaffold PTM. 20 Our approach identified 7791 phosphorylation sites (Ascore 480%) among 11 852 unique phosphorylation sites ( Supplementary Table 3 ). Serine was found to be the most abundantly phosphorylated residue (9745 sites, 82%), followed by threonine (1763 sites, 15%) and tyrosine (344 sites, 3%) (Supplementary Figure 1B) . The reproducibility of detecting the same proteins in triplicate analysis by LC-MS/MS exceeded 91% for both cell lines ( Supplementary Figures 1C and 1D ).
To estimate quantitative changes in the phosphorylation of each phosphopeptide, we selected DPPs in SNU216-LR cells using the spectral counting method in Scaffold (version 3.4.9). The signal-to-noise ratio and P-values for the DPPs were obtained using PLGEM. A list of 95 significantly regulated phosphoproteins (Po0.006) is presented in Table 1 . As shown in the volcano plot, 69 proteins were upregulated (red box), and 26 proteins were downregulated (blue box) in SNU216-LR cells (Figure 1a ). To understand the functions of the DPPs, we examined cellular processes represented by the 95 regulated proteins using the IPA tool and found that they belong to enzyme (14%), transcription regulator (12%) and kinase (6%) groups of proteins (Figure 1b ). We also examined the cellular distribution of these proteins and found that most were associated with either the nucleus (40%) or cytoplasm (35%), with fewer associated with the membrane (9%) (Figure 1c ).
We further evaluated quantitative changes in phosphorylation of proteins using label-free quantification methods (MS/ MS spectral count and extraction ion chromatography) that are generally accepted in phosphoproteomic studies. [22] [23] [24] More MS/MS spectral counts of phosphorylated EGFR and HER2 peptides were identified in SNU216-LR than SNU216 cells ( Supplementary Figures 2A and 2B) . These data were consistent with the peptide extracted ion chromatogram, which showed significantly greater signal intensities of phosphorylated peptides in SNU216-LR cells ( Supplementary  Figures 2C and 2D ). Using the same quantification approaches, we were able to measure the phosphorylation levels of key molecules (MET, RAS, C-RAF, ERK1/2, PI3K and AKT; see Supplementary Figures 2E-J) . In addition, we found a new phosphorylation site in HER2 (S1073) based on the phosphopeptide reference database phosphoSitePlus (www. phosphosite.org). This phosphorylation site was confirmed by the matched tandem mass spectra shown in Supplementary  Figure 3 .
Network analysis and quantification of differentially phosphorylated proteins
To investigate the extent to which activation of signaling pathways contributes to EGFR/HER2-targted therapy, we integrated the DPPs (Po0.006) into the protein interaction network using the IPA tool to interpret the DPPs in the context of biological processes. The IPA tool generated the top three networks that are associated with cancer, cell morphology and cellular and tissue development ( Supplementary  Figure 4 ). Considering this network analysis, our upregulated phosphoproteins, including EGFR and MET, appeared to be closely related to PI3K, AKT and ERK1/2 in SNU 216-LR ( Figure 2 ).
Our analysis of results from the IPA tool also revealed that EGFR/HER2, MET and ERK/MAPK signaling pathways were enriched (Supplementary Figure 5 ). Based on the results from the network and canonical signaling pathway analyses, we constructed the signaling network for EGFR/HER2 and MET with the two major downstream signaling pathways (PI3K/ AKT and MAPK/ERK) including SRC ( Figure 3 ). As shown in Figure 3a , categorization of expression levels of specific phosphorylated sites revealed that the majority of signaling molecules were highly expressed in SNU216-LR. We further compared SNU216 and SNU216 LR, as well as three other resistant clones (SNU216-LR1, 2 and 3), using immunoblot analysis with phospho-specific antibodies. Consistent with the quantitative MS results, the phosphorylation level of selected proteins (EGFR, HER2, MET, AKT, MAPK, SRC, and RAF) was increased in SNU216-LR (Figure 3b ).
Effects of targeted anticancer agents on SNU216-LR cells
To verify whether constitutive activation of the PI3K/AKT and MAPK/ERK signaling pathways is the MET-mediated cascade that confers an acquired lapatinib resistance, we investigated the effects of selected kinase inhibitors, including lapatinib, NVP-BEZ235 (PI3K/mTOR inhibitor), selumetinib (MEK inhibitor), saracatinib (SRC inhibitor) and crizotinib (MET inhibitor), on the growth of SNU216-LR cells. As shown in Figure 4a , combination treatment with these drugs had a greater inhibitory effect on cell growth in SNU216-LR cells compared with single-agent treatment. The combination of lapatinib and NVP-BEZ235 produced the best growth inhibition effect. To confirm our data, we investigated cell cycle arrest by staining the cells with the DNA-intercalating dye propidium iodide. Combination treatment with lapatinib and NVP-BEZ235, selumetinib, saracatinib or crizotinib induced an increase in the percentage of SNU216-LR cells in the G1 phase compared with single-agent treatment (Figure 4b ). Next, we examined the levels of total and phosphorylated EGFR, HER2, MET, AKT, MAPK, SRC, cyclin D and p27 in SNU216-LR cells (Figure 4c ). As expected, treatment with NVP-BEZ235, selumetinib, sacaratinib or crizotinib alone reduced the phosphorylation level of each target or of the downstream effectors (AKT, MAPK, SRC and MET, respectively). The phosphorylation levels of the selected signaling molecules remained the same after treatment with dimethyl sulfoxide (control) or lapatinib. Treatment with a single kinase inhibitor had no effect on the expression of cell cycle regulatory molecules, including cyclin D. The combination treatment of lapatinib with a kinase inhibitor showed markedly decreased phosphorylation levels in each of the target molecules, such as EGFR and HER2, as well as in the downstream effectors, compared with single treatment. Furthermore, the levels of cell The levels of p-SRC in SNU216-LR were not affected by individual TKI treatment or the combination treatment except the SRC inhibitor (saracatinib) when p-SRC was monitored with the specific tyrosine antibody (Y416). As SRC is known to be an essential communicator between EGFR and MET in LR cancer cells, 25 maintaining SRC activation may be necessary for efficient compensatory TKI activation for acquired TKI resistance.
DISCUSSION
Lapatinib inhibits growth of HER2-positive gastric cancer cell lines. 9 Presently, a phase III clinical trial in patients with advanced gastric cancer is on-going, studying the effects of lapatinib in combination with capecitabine plus oxaliplatin. 26 Interest in this trial reflects lapatinib being regarded as one of the promising chemotherapeutic drugs for gastric cancer treatment. On the other hand, the medium duration of response to lapatinib is o1 year, and almost 80% of trastuzumab-pretreated patients fail to respond to lapatinib. 27 Hence, understanding the mechanisms of acquired lapatinib resistance may help to improve the therapeutic efficacy of lapatinib in HER2-positive cancers.
To identify molecular changes conferring resistance to lapatinib at the system level, we performed a quantitative phosphoprotein profiling of the isogenic gastric cancer cell lines SNU216-LR and SNU216, in which we identified a total of 11 852 phosphorylation sites on 1686 phosphoproteins. Integrating the DPPs into cellular signaling pathways using the IPA network analysis tool provided potential signaling pathways that are regulated in response to lapatinib-induced resistance in SNU216-LR. Among the predominant signaling pathways generated from the IPA analysis, we highlighted the following: three receptor tyrosine kinases (EGFR, HER2 and MET); the two major downstream signaling pathways (PI3K/ AKT and MAPK/ERK); and SRC. We found that the PI3K/ AKT and MAPK/ERK signaling pathways and SRC were constitutively activated in SNU216-LR cells. This observation is similar to those of Rexer et al., 28 who observed active PI3K/AKT and MAPK pathways, including increased phosphorylation of SRC, in LR HER2-overexpressing human breast cancer cells. Activation of the SRC pathway is essential for communication between EGFR and MET. 25 For example, lateral signaling in the EGFR/SRC/MET axis was indicated by a delay in the EGFR activation of MET in non-small-cell lung cancer produced by an inhibitor of SRC. Interestingly, our data in SNU216-LR cells show a similar pattern of lateral activation of EGFR/SRC/MET, suggesting that cross-talk between EGFR and MET may play a significant role in the regulation of SNU216-LR cells. Our conclusions are also supported by the fact that functional cross-talk between EGFR and MET has been extensively documented as playing an important role in drug resistance. Engelman et al. 14 have demonstrated that the compensatory activation of MET is responsible for resistance to EGFR-targeting drugs. 14 Puri et al. 29 also observed that inhibition of MET in non-small-cell lung cancer is synergistic with EGFR inhibition.
Having found the constitutive activation in LR gastric cancer cells of the PI3K/AKT and MAPK/ERK signaling pathways, as well as activation of SRC, we hypothesized that the constitutive activation of PI3K/AKT and MAPK/ERK confers resistance to lapatinib and may be mediated by MET-axis signaling along the two major downstream pathways. Our data are consistent with the notion of compensatory activation of MET-mediated downstream cellular signaling pathway in response to EGFR blockade. 30, 31 Results from several studies have indicated that MET activation is associated with both primary and acquired resistance to EGFR inhibitors in non-small-cell lung cancer. 14, 15, 32, 33 Therefore, we postulate that constitutive activation of the MET-axis PI3K/AKT and MAPK/ERK signaling pathways, including the lateral activation of SRC, is a compensatory signaling cascade counteracting the selective pressure on EGFR/HER2 in LR human gastric cancer cells.
In the present study, we found that cotreatment with lapatinib and crizotinib is able to induce lapatinib sensitivity. Thus, the active PI3K/AKT and MAPK/ERK signaling pathways induced by the MET axis may be a critical compensatory intracellular event for the survival of LR cells. 28 To the best of our knowledge, the present study is the first large-scale profiling of peptide/protein phosphorylation in gastric cancer cell lines to study lapatinib resistance. Our site-specific and semiquantitative approach demonstrates a useful bioinformatics application, and phosphoproteomic data from the study provide information directly relevant to the mechanisms of lapatinib resistance.
In conclusion, we demonstrated that network-based global phosphoproteomic analysis is a reliable approach for predicting cellular signaling events in LR gastric cancer cells. Our results suggest that the MET-directed PI3K/AKT and MAPK/ ERK cellular signaling pathways contribute to lapatinib Figure 3 Merged signaling pathways in SNU216-LR. (a) Reconstructed EGFR/HER2 and MET signaling pathways with two downstream signaling pathways (PI3K/AKT and MAPK/ERK). Red, blue and yellow closed circles on each protein represent increased, decreased and newly identified phosphorylation sites in SNU216-LR, respectively. Specific phosphorylated sites (marked with an asterisk) of HER2, EGFR, MET, SRC, C-RAF and MAPK were also identified from immunoblot analysis with antibodies against p-EGFR (pY1068), p-HER2 (pY1221/1222), p-MET (pY1234/1235), p-AKT (pS473), p-MAPK (pY202/pY204), p-SRC (pY416) and p-RAF (pS338). Protein names for symbols are as follows: AKT, a-serine/threonine-protein kinase; C-RAF, RAF proto-oncogene serine/threonine-protein kinase; EGFR, epidermal growth factor receptor; ERK, extracellular signal-regulated kinase; HER2, human epidermal growth factor receptor 2; MAPK, mitogen-activated protein kinase 1; GRB2, growth factor receptor-bound protein 2; MET, hepatocyte growth factor/mesenchymal-epithelial transition factor; PI3K, phosphatidylinositide 3-kinase; RAC1, Ras-related C3 botulinum toxin substrate 1; RAS, Ras-related protein R-Ras; SOS, son of sevenless homolog; SRC, proto-oncogene tyrosine protein kinase Src. (b) Immunoblot analysis of SNU216 and three different resistant clones (SNU216-LR 1, 2 and 3) with phospho-tyrosine or serine-specific antibodies. a-Tubulin was used as a loading control. Data are representative of three independent experiments. resistance, and the constituent signaling molecules may be potential targets for the development of complementary therapeutic options. Therefore, the validity of MET-axis PI3K/AKT and MAPK/ERK signaling pathways should be evaluated using clinical samples and will be the subject of further investigations. AKT, a-serine/threonine-protein kinase; EGFR, epidermal growth factor receptor; HER2, human epidermal growth factor receptor 2; MAPK, mitogen-activated protein kinase 1; MET, hepatocyte growth factor/mesenchymal-epithelial transition factor; SRC, proto-oncogene tyrosine protein kinase Src.
